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(SEQ ID NO: 21) 

miPt Aro Leu Lvs Val Met Met Asp Val Asn Lys Lys Thr Lys He Arg His Arg 
1 ATG AGA CTC AAG GTC ATG ATG GAC GIG MC AAA AM ACG MA ATT CGC CAC CGA 

° Asn Glu Leu Asn His TIt Leu Ala Gin Leu Pro Leu Pro Ala Lys Arg Val Met 
55 MC Sg CTA MT CAC ACC CTG GCT CAA CTT CCT TTG COC GCA AAG OGAGTGATG 

Tyr Met Ala Leu Ala Leu He Asp Ser Lys Glu Pro Leu Glu Arg | Oy Arg Val 
10 109 TAT ATG CGC CTT CGT CTC ATC GAT AGC AM GAA CCT CTT GAA CGA GGG CGA GTT 

Phe Lvs lie Arg Ala Glu Asp Leu Ala Ala Leu Ala Lys lie Thr Pro Ser Leu 
163 TTC AM ATT AGG GCT GM GAC CTT GCA GOG CTC GCC AM ATC ACC CCA TCG CTT 

-1* &ia T«r Am Gin Leu Lvs Glu Gly Gly Lys Leu Lue Gly Ala Ser Lys lie Ser 
217 GCT TAT CCA CM TTA AM GAG GGT GGT AM TTA CTT GGT GCC AGC AM ATT TCG 

Leu Aro Gly Asp Asp He He Ala Leu Ala Lys Glu Leu Asn Leu Leu Phe Thr 
271 CTA AGA G£ GAT GAT ATC ATT GCT TTA GCT AM GAG CTT MC CTG CTC TTT ACT 

20 Ala Lvs Asn Ser Pro Glu Glu Leu Asp Leu Asn He He Glu Trp He Ala Tyr 
325 GCT AM MC TCC OCT GM GAG TTA GAT CTT AAC ATT ATT GAG TGG ATA GCT TAT 

25 Ser Asn Asp Glu Gly Tyr Leu Ser Leu Lys Phe Thr Arg Thr He Glu Pro Tyr 
379 TCA MT GAT GAAGGATAC TTG TCT TTA MA TTC ADC AGA ACC ATA GM CCA TAT 

lie Ser Ser Leu He Gly Lys Lys Asn Lys Phe Thr Thr Gin Leu Leu Thr Ala 
3Q 433 ATC TCT AGC CTT ATT G3G AM AAA MT AM TTC ACA ACG CM TTG TTA ACG GCA 

Ser Leu Arg Leu Ser Ser Gin Tyr Ser Ser Ser Leu Tyr Gin Leu He Aig Lys 
487 AGC TTA CGC TTA AGT AGC CAG TAT TCA TCT TCT CTT TAT CM CTT ATC AGG AAG 



35 



Hk Tvr Ser Asn Phe Lvs Lys Lys Asn Tyr Phe He He Ser Val Asp Glu Leu 
54 1 CAT & TCT AAT TTT MG MG AM MT TAT TTT ATT ATT TCC GTT GAT GAG TTA 
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Lvs Glu Glu Leu lie Als Yyr Thr Phe Asp Lys Asp Gly Asn He Glu Tyr Lys 
595 AAG GAA GAG TTA ATA OCT TAT ACT TTT GAT AAA GAT GGAAAT ATT GAG TAG AAA 

5 Tyr Pro Asp Phe Pro He Phe Lys Arg Asp Val Leu Asn Lys Ala He Ala Glu 
649 TAG (XT GAC TTT OCT ATT TTT AAA AGG GAT GTGTTA MT AAA GCCATT GCT GAA 

lie Lys Lys Lys Thr Glu He Ser Phe Val Gly Phe Thr Val His Glu Lys Glu 
703 ATT AAA AAG AAA ACA GAA ATA TOG TTT GTT GGC TTC ACT GTT CAT GAA AAA GAA 

10 



Gly Arg Lys He Ser Lys Leu Lys Phe Glu Phe Val Val Asp Glu Asp Glu Phe 
15 757 GGA AGA AAA ATT ACT AAG CTG AAG TTC GAA TTT GTC GTT GAT GAA GAT GAA TTT 

Ser Glv Asp Lys Asp Asp Glu Ala Phe Phe Met Asn Leu Ser Glu Ala Asp Ala 
811 TCT GGC GAT AAA GAT GAT GAA GCT TTT TTT ATG AAT TTA TCT GAA OCT GAT GGA 

20 Ala Phe Leu Lys Val Phe Asp Glu Thr Val Pro Pro Lys Lys Ala Lys Gly "* 
865 GCT TTT CTC AAG CTA TTT GAT GAA ACC GTA CCT CCC AAA AAA GCT AAG GGG TGA 
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